Network motif-based identification of breast cancer susceptibility genes.
Identifying breast cancer susceptibility genes is one of the key challenges in breast cancer research. Conventional gene-based approaches can identify patterns of gene activity that sub-classify tumors, by which genes with known breast cancer mutations are typically not detected. In this study, we present a novel network motif-based approach that integrates biological network topology and high-throughput gene expression data to identify markers not as individual genes but as network motifs. We observed that the network motifs are more reproducible than individual marker genes selected without biological network information, and that they achieve higher accuracy in the classification of metastatic versus non-metastatic tumors.